fever virus (ASFV) is a large, icosahedral, cytoplasmic, double-stranded DNA virus; it is the only member of the family Asfaviridae, although it shares similarities with other virus families in the superfamily of nucleo-cytoplasmic large DNA viruses (2) (3) (4) . 
In its natural hosts (warthogs [Phacochoerus aethiopicus], bushpigs [Potamochoerus

porcus]
, and Ornithodorous spp. soft ticks), ASFV causes a persistent but asymptomatic infection. In domestic swine, it causes an acute hemorrhagic infection with mortality rates <100%. European wild boars (Sus scrofa) are susceptible, and disease signs are similar to those in domestic pigs. The ASFV strain introduced to the Caucasus is highly virulent and resulted in a mortality rate of ≈100% during the early stages of the outbreak in Georgia; ≈90,000 animals died or were destroyed (www.oie.int). Experimental infections of pigs confirmed that isolates obtained after introduction of ASF into Armenia and the Russian Federation cause acute disease and result in high mortality rates (www.efsa.europa.eu/en/scdocs/scdoc/1556.htm).
Genotyping of ASFV isolates by partial sequencing of the B646L gene that encodes the major capsid protein p72 has identified 22 genotypes (6) . The Georgia 2007/1 isolate was grouped within genotype II by partial sequencing of the B646L and B602L genes and complete sequencing of the CP204L gene. Genotype II virus has been isolated in Mozambique and Zambia and was also introduced into the Indian Ocean islands of Madagascar (1998) and Mauritius (2007) (7).
We analyzed the complete coding region of the genome of the Georgia 2007/1 strain of ASFV, which was isolated after its introduction to Georgia in 2007. This information provides a baseline for comparison with other isolates obtained during the continued spread of ASF in this region and provides information for vaccine and diagnostic test development.
Methods
Viruses and Cells
The isolate, GenBank accession no. AM712239) to identify potential frame shifts in the genome that interrupted reading frames. Regions of uncertainty were sequenced by PCR amplification of fragments and Sanger sequencing to confirm the sequence. These uncertainties were located mainly in homopolymer sequences, which have been reported to cause ambiguities during Roche 454 sequencing (12, 13) . The GenBank accession no. for the genome sequence is FR682468.
Results
Sequence of Coding Regions
The 
Genomic Analysis
Using GATU software (10) 
Genome Comparison of the Georgia 2007/1 Isolate with other ASFV Isolates
To determine the phylogenetic relationship between the Georgia 2007/1 isolate and other ASFV isolates (Table) , the concatenated amino acid sequences of proteins encoded by 125
conserved ORFs comprising 40,810 aa were compared ( Figure 1 ). This phylogenic analysis
shows that most isolates cluster in 2 main clades. Complete genome sequence analysis provides the most information; as viral genome analysis and sequencing becomes more routine, this procedure will become the method of choice. In the short term, targeted sequence analysis of several ORFs, including those that more closely cluster with that of the concatenated conserved ORF sequences, will provide a more accurate estimate of phylogenetic relationships rather than analysis of 1 ORF such as B646L.
Comparison of the rates of synonomous versus nonsynonomous substitutions across ASFV genes identified 14 or 18 genes that are undergoing positive selection (29) . These genes included 2 of the proteins (CD2v and EP153R) that we identified as being most divergent at the amino acid level.
Determination of the sequence of the ASFV isolate that was introduced into the Caucasus region provides a benchmark to which other isolates from this epidemic can be compared. This finding may enable sequence changes to be related to any changes in phenotype of the virus. In addition, detailed knowledge of the sequence will facilitate research on vaccine development by enabling the genes encoded to be expressed and assayed for their ability to confer protection in pigs. It will also facilitate the design of rationally attenuated vaccines by sequential deletion of genes involved in immune evasion and virulence. Phylogenetic analyses were conducted in MEGA4 (27) . Scale bars indicate amino acid substitutions per site.
